ABSTRACT Endophytic strains of Pseudomonas were isolated from grapevine tissues and exhibited antagonistic activity against several grapevine trunk disease pathogens. The draft genome sequences of the four strains revealed the presence of putative gene clusters that may impart biocontrol activity against plant pathogens.
using Subsystems Technology server, implementing RASTtk (19) . Default parameters for all software programs were used, unless otherwise specified.
Gene clusters which may play a role in the control of plant pathogens were identified. Queries of the Plant-bacteria Interaction Factors Resource (PIFAR) (20) found that each strain of Pseudomonas contains a remarkable number of putative biocontrol gene clusters, including those responsible for lipopeptide antibiotics, siderophores, proteases, detoxification, lipopolysaccharides, multidrug resistance, microbe-associated molecular proteins (MAMPs), and biofilms. antiSMASH 4.0 (21) was implemented to detect gene clusters responsible for the biosynthesis of secondary metabolites, resulting in the identification of clusters containing nonribosomal peptide synthetases with known activity as antimicrobial agents, including poaeamide, rhizomide, and rhizoxins.
Data availability. The genome sequences for BCA13, BCA14, BCA17, and JMN1 are available under NCBI BioProject number PRJNA522029, with annotated assemblies available under accession numbers SGWK00000000, SGWJ00000000, SGWI00000000, and SGWH00000000, respectively. The Sequence Read Archive (SRA) accession numbers are listed in Table 1 . Sequence reads were deposited in the NCBI SRA under the accession numbers SRR8667294 to SRR8667297.
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